Allele frequencies for the fifteen STRs included in the AmpF/STR Identifiler (CSF1PO, D2S1338, D3S1358, D5S818, D7S820, D8S1179, D13S317, D16S539, D18S51, D19S433, D21S11, FGA, TH01, TPO and VWA) were estimated from a sample of 186 unrelated individuals from East Timor. No deviations from Hardy-Weinberg equilibrium were observed (only after applying the Bonferroni correction in the cases of D2S1338, TPO and D5S818). Genetic parameters of forensic interest were calculated and comparison with geographically nearby populations was performed. #
Population: 186 unrelated individuals from East Timor. This sample includes 107 individuals previously reported [1] .
DNA extraction: Chelex method [2] . PCR: according to the manufacturers (AmpF/STR Identifiler PCR amplification kit, AB Applied Biosystems).
Typing: ABI 310 and reference sequenced ladders (AB Applied Biosystems).
Results: See Tables 1 and 2 . Quality control: Proficiency testing of the GEP-ISFG WG.
Analysis of data: Hardy-Weinberg equilibrium, expected and observed heterozygosity and population differentiation tests were carried out with the Arlequin software Version 2.000 [3] . Power of discrimination (PD) and probability of exclusion (PE) were calculated with the Powerstats Version 1.2 (Promega Corp.) [4] .
Access to the data: http://www.bio.ua.pt/STR. Other remarks: Population data regarding our sample for the 15 STRs from East Timor (Fig. 1 ) are shown in Table 1 . No deviations from Hardy-Weinberg equilibrium were observed with the exception of the D2S1338, TPO and D5S818 loci. After employing the Bonferroni correction for the number of loci analysed, the departure observed at these loci was not significant (0.05/ 15 = 0.003). Allele CSF1PO D2S1338 D3S1358 D5S818 D7S820 D8S1179 D13S317 D16S539 D18S51 D19S433 D21S11 FGA TH01 TPO VWA 
In our sample we found an individual with an ''offladder'' rare allele at the D21S11 locus (allele 37.2). This allele has only been reported in populations of Australia, namely Aborigine [5] .
Single locus comparisons with available published data on other populations from the region (Table 2) , revealed significant differences between all populations for two out of fifteen loci (TH01 and TPO). In some loci (footnote a in Table 2 ), differences were not significant only after Bonferroni's correction. Higher non-differentiation P values were obtained when comparing the East Timor sample with the Indonesian Sulawesi and Sumatra samples (except for TH01). A sample from Macau, a territory with secular relations with East Timor, was also considered for comparison and nonsignificant P values were obtained for the markers available. Allele CSF1PO D2S1338 D3S1358 D5S818 D7S820 D8S1179 D13S317 D16S539 D18S51 D19S433 D21S11 FGA TH01 TPO VWA   28 - [7] found significant differences between them and reported frequency data for each individually.
Concerning discrimination capacity, the overall matching probability (15 STRs) for our sample is 1 in 2.57 Â 10 17 individuals and power of exclusion of 0.99999965. This paper follows the guidelines for publication of population data requested by the journal [10] .
